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SEQUENCE T.TSTTMG 



(1) GENERAL INFORMATION: 

(i) APPLICANT: 

(A) NAME i Giafc-brocad«a B.V. 

(B) STREET s Waneringacwcg i 

(C) CITY: Delft 

(E) COUNTRY; The N-»therlandB 

(F) POSTAL CODE (ZIP) s 2511 XT 

(it) TITLE OF INVENTION: PropianUsacMrium Victor 
(iii) NUMBER OF SEQUENCES : 13 

(iv> COMPUTER READABLE FORM: 

(A) MEDIUM TYPE; Floppy disK 

(B) COMPUTER: IBM PC compatible 

(CJ OPERATING SYSTEM: PC-DOS/MS-DOS 

(DJ SOFTWARE: Patent In Release #i.o. Version #1.25 <BPO) 

<2) INFORMATION FOR SEQ ID NO: 1: 
(i) SEQUENCE CHARACTERISTICS ; 

(a) LENQxa: '3555 base pairs 
(B) TYPE: nucleic acid 
(o) strandedness : double 

<DJ TOPOLOGY: circular 

(ii) MOLECULE TYPE: DMA (genomic) 

(ill) HYPOTHETICAL; NO 

(iii) ANTI-SENSE: NO 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Propionibacteriun £ r«?udenreicHii 
(C) INDIVIDUAL ISOLATE: CBS101022 LMG1SS45 

<ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 273 1184 

£D) OTHER INFORMATIONS /gcxie= "CtRFX" 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

<B) IOCATION: 1181. .1438 

(D) OTHER INFORMATION : /gen«= "ORP2" 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 



GTCGACCCTQ ACAOCCCGCG AGCAGTTCAG GCGAAGATCG CACAGCTGCa CCIAGQAACTA 
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GCCGCAATGC CQGAACACGC CCCAGCCATC CCTTGGAGCA GGTGGCAGCG TCAGGGCAGT 
120 

cgggggatgt ttggcagocg atctcgaaag agagttcgct ttgctcacat ggctcaaccg 
ibo 

GGTAACTAAC TGATATGGGG TCTTCGTCCC CCACTTTCAA CACGCCGAGG AATGGACCAC 
240 

GCTGAACGTG ACTCGCATGC TTCACTG CAT GT ATG GAT TCG TTC GAG ACG TTG 
393 

Met Asp Sex Phe Glu Yhr Leu 
1 5 

TTC CCT GAG AGC TGC CTG CCA CGC AAG CCG CTG GCG TCA GCC GAG AAG 
341 

Phe Pro Glu Ser Trp Leu Pro' Arg Lyo Pro Leu Ala 5er Ala Glu Lya 

10 IS .20 

TCT GGG GCG TAC CGG CAC GTG ACT CGG CAG AGG GCG CTG GAG CTG CCT 

Sear Gly Ala Tyr Arg nis Val Thr Arg Gin Arg Ala Leu Glu Leu Pro 
2S 30 - 3S 

TAC ATC GAA GCG AAC CCG TTQ GTC ATG CAG TCC TTG GTC ATC ACC GAT 
437 

Tyr lie Glu Ala Asn Pro Leu Val Met Gin Ser Leu Val lie Thr Asp 
AO 4S 50 55 

CGA GAT GCT TCG GAT OCT GAG TGG GCC GGA GAC CTC GCT GGG CTG CCT 
4S5 

Arg Asp Ala Ser Asp Ala Ascp Trp Ala Ala Asp , Leu Ala Gly Lou pro 
60 €5 70 

TCA CCG TCC TAC GTG TCC ATG AAC CGT GTC ACG ACC ACC GGA CAC ATC 
533 

Ser Pro Ser Tyr Val Ser Met Asa Arg Val Thr Thr Thr Gly Sia II© 
75 ao 85 

GTC TAT GCC TTG AAG AAC CCT GTG TGT CTG ACC GAT GCC GCG CGG CGA 
581 

Val Tyr Ala Leu Ly« ash Pro Val Cyo Leu Thr A*p Ala Ala Arg Arg 
90 9S xoo 

CGG CCT ATC AAC CTG CTC GCC CGC GTC GAG CAG GGC CTA TGC GAC GTT 
62 3 

Arg Pro lie Ami Leu Leu Ala Arg Val Glu Gin 01 y Leu Cys Asp Val 
10S iao us 

CTC GGC GGC GAT GCA TCC TAC GGG CAC CGG ATC ACA AAG AAC CCG CTC 
677 

Leu Gly Gly Agp Ala Ser Tyr Gly Hid Arg He Thr Lys Asn Pro Leu 
120 125 130 135 

AGC ACC GCC CAT GCG ACC CTC TGG GGC CCC GCA GAC GCG CTC TAC GAO 
72S 

Ser Thr Ala His Ala Thr Leu Trp Gly Pro Ala A*p Ala Leu Tyr Glu 
140 iaS xSO 
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CTG CCC GCC QTC GCA GAG ACC CTC GAC GAG ATC CAC GCA CTG CCG OAS 
773 

Leu Arg Ala Lg*u Ala His Thr* Leu Asp Glu lie His Ala Leu Pro Glu 
155 160 i6S 

GCA GGG AAC CCG CGT CGC AAC GTC ACC CGA TCA ACQ GTC GGC CGC AAC 
821 

Ala Gly Asil Pro Arg Arg Asn Val Thr Arg Sec Thx Val Gly Arg Aan 
170 175 ISO 

GTC ACC CTG TTC GAC ACC ACC CGC ATG TGG GCA TAC CGG GCC GTC CGG 
859 

Val Thr Leu Phe Aep Thr Thar Arg Men Trp Ala Tyr Arg Ala Val Arg 
185 190 195 

CAC TCC TGG GGC GGC CCG GTC GCC GAA TGG GAG CAC ACC GTA TTC GAG 
917 

His Ser Trp Gly Gly Paro Val aIa Glu Trp Glu Hia Thr Val Phe GlU 
200 205 210 215 

CAC ATC CAC CTA CTG AAC GAG ACG ATC ATC GCC CAC GAA TTC GCC ACA 

His lie His i>eu Leu asix Glu Thr lie He Ala Asp Glu Phe Ala Thr 
220 225 230 

GGC CCC CTC GGC TTG AAC GAA CTT AAG CAC TTA TCT CGA TCC ATT TCC 
1013 ^ 

Gly Pro Leu Gly Leu Aan Glu Leu Lyo His Leu Ser Arg Ser lie Ser 

235 240 2*5 

CGA TGG GTC TGG CGC AAC TTC ACC CCC GAA ACC TTC CGC GCA CGC GAG 
10S1 

Arg Trp Val Trp Arg Asn Phe Thx Pro Glu Thr Phe Arg Ala Arg Gin 
250 255 260 

AAA GCG ATC AGC CTC CGT GGA GCA TCC AAA GGC GCJC AAA GAA CCC GGC 
1109 

Lya Ala He Sor Lou Arg Gly Ala Ser Lys Gly Gly Lys Glu Gly Gly 
265 270 275 

CAC AAA GGC GGC ATT GCC AST GGC GCA TCA CGG CGC GCC CAT ACC CGT 
1157 

His Lys Gly Gly II* Ala Ser Gly Ala Ser Arg Arg Ala His Tnr Arg 
290 285 290 295 

CAA CAG TTC TTG GAG GGT CTC TCA TGACCACACG TCAACGTCTC CCCOGCAACG 
1211 

Gin Gin. Phe Leu Glu Gly Leu Ser 
300 

GCTACAGCAT CGCCGCTGCT GCGAAAAAGC TCGGT5TCTC CGAGTCCACC GTCAAGCGGT 
1271 

GGACTTCCGA GCCACGCGAG GAGTTCGTGG CCCGCGTTGC CGCACGCCAC GCGCGGATTC 
1331 

GTGAGCTCCG CTCGGAGGGT CAGAGCATGC CTGCGATTGC TGCCGAGGTC GGGGTTTCCG 
1391 
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TGGGCACCCT CCACTACGCG CTGAACAAGA ATCGAACTGA CGCATGACCG TAACGCCGCA 
1451 

CGATGAGCAT TTTCTTGATC CTGCAGCGCT TGGCACTACG TTCGCGTGCG GTTGCACAGT 

GCGCGCCACG TTCTTATCCT GCGGCCATTG TGGCTACAGC CAATGC3GGGG CATCAGCAAC 

GGACGTTGAA CCCGGTGGGC AAGTGTTACT CAGGOGGACA TGCCCAGTCT GCGGCGCTCG 
163 1 

GATTGACGGT ATGGCAGTCG TGCATGCGGC CCCACCGTCA AACTCATTCA GGTATCAGTG 
1691 

AGAACCCTCA TGGCACCCCC TCGTGACACG TTCTCGTTGC GATCAGCTGC TCTGCG*GCG 
1751 

GGCGTGAGCG TTTCTACGCT GCGCCGCAGQ AAATCAGAGC TTGAGGCTGC CGGAGCGACG 
1511 

GTAGACCCGT CCGGTTGGGT GGTGCCACTG CGTGCACTCA AGGTCGTTTT TGGGGTGTCA 
1071 

GATGAGACCT CGAATGCGCC CGGTCATGAC GCTGAGTTAG TGGCGCAGCT G CGCTCTGAG 
1931 

AACGAGTTTT TACGGCGTCA GGTCC3AGCAQ CAGGCGCGCA CG&TCGAACG GCAGGCTGAG 
1991 

GCACACGCGG TGGTCTCAGC GCAOCTCACA CGGGTTGGCC AGCTTGAGGC CGGCGACGCA 
2051 

GCAGCACCGA CACTGGCACC CGTTOAAAGG CCCCCTCCGC GACOGCGGTG GTGGCAGCGT 
2111 wwrww* 

CGCTAGCGGT CAGGATCGCT CTGGCGTGAC GAGTGTGTCT GGCACTCCGA ACAGTTGCTC 
2X71 

GACCACTGGC ACCAGAAGCG AGATCGCTGC GTGGTGCTGT TCCTCGGTCA GTTCCTCGAG 
2231 

GACTGGCGGG TCTTOCTGOa TCCAGCCGAT CGCCTCGGCG GCCAAGGTCA GTTCCAAOCT 
2291 

GTGCCAACGC ACACGCCCCT CGGCTGACAG CTCAGTCTCG AACTGTGCAA CTGGACCGGC 
23 Si ^ 

ceOAAOATGC ACGTTGCCGA GGTCGTGAGT GGCCAAGCGC ACGTCAAAGA GTQCTGCTTC 

2411 

GTAGCCeCGC AGAAATGGCA GTGCTCGGTC GATTC3GATC GGCCTGCCCA OSTACATTCC 

2471 

GGGCCGCTTG ATOAACOCCT CCGCQTAGAA SCOCACCGTT CTCOGCCCGG CCTC9TGATC 

2531 



TGTCACTGTG CACGCTCCTC TCGATCCTTC TCGACSCTAC CGGAGACCAC 
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GCCCAGCGCA GCGACCTGAA AGGACCAAGC CGAGTTAGCC GTGCTAACCG TATAGCTTGC 
2651 

TCCGTCGCCT CTGAGGGCAA CCACCTGCGC AGCAGGTGGG CGGCZdCCCQ CGCQCAACCG 
2711 



CCTACCGGGT TTGGGCACAG CCCATAAATC AACGCCTCCG GTGTTGAAGC GATCGTGTGT 
2771 



CACGATTGCT ATGCTTGCTA CCCCTTCAGG GTTTTCGTAT ACACAAATCA AGTTTTTTCG 
2831 



TATACGCTAA TGCCATGAGT GAGCATCTAC TGCACGGCAA CCCCGTCACC AACGAGCAGA 
2831 

TTCAGGCATG GGCAGACGAG GCCGAGGCCG GATACGACCT GCCCAAACTC CCCAAGCCAC 
2351 



GGCGCGOACG CCCGCCCGXA GGAOACGGTC CGGGCACCGT CGTACCCGTG CGTCTCOACG 
3 011 

CGGGCACCGT TOCCCCTCTC AOAX3AACQAG CAACAGCCGA GGGCATCACG AACCGTTCAG 
3071 



ACGCGATCCG AGCCGCAGTC CACOAGTGGA CACCCGTTGC CTOACCTCCA CGACTCAGC& 
3131 

CGCaflGCACT ACCAACGAGA ccggctcgac GACACGGCCG tgctctacgc GCCCACCCAC 
3191 

GTTCTCAACT CCCGGCCACT CGACGACGAA GACGACCCGC GCCGCTGGCT CATGATCGOA 
32S1 



ACCGACCCAG GACCCCGCCT ACTCGAACTC GTCGCACTGA TCTACGACGA CGGCTACGAA 
3311 



CTCATCATCC ACGCAATGAA AGCCCGCACC CAATACCTCG ACCAGCTCTA ACCAAGAAAG 
3371 

GAACCTGATG AGCGACCAGC TAGACAGCGA CCOCAACTAC GACCCCATGA TCTTCGACGT 
3431 



CATGCGCGAG ACCGCGAACC GCGTCGTCGC CACGTACGTT GCATGGGAAG ATGAAGCCGC 
3491 



TGATCCCCGC GAGGCTGCOC ACTGGCAGGC CGAGCGATTC CGCACCCQGC ACGABGTGCG 
3551 

CGCC 
3S33 



(2) INFORMATION FOR 5BQ ID NO; 2: 



(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 303 amino acids 
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(B). TYPE: amino *<=id 
(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID HO: 2: 

Met Asp Ser Phe Glu Thr Leu Phe Pro Glu Ser Trp Leu Pro Arg Lye 

1 3 io . is 

Pro Leu Ala Ser Ala Glu Ly= s«r Gly Ala Tyr Arg itta Val Thr Arg 
20 25 30 

Gin Arg Ala Leu Glu Leu Pro Tyr lie Glu Ala Asn Pro Lau Val Met 

35 40 45 

Gin Ser Leu Val lie Tnr Asp Arg Asp aIa s« Asp XL* Asp Trp Ala 
50 55 GO 

Ala Asp Leu Al« Gly Leu Pro 3er Pro Ser Tyr Val Ser Met Asn Arg 
es 70 75 80 

Val Thr Thr Thr Gly Hia zle Val xyr Ala Leu Lys Asn Pro Val Cys 
85 50 ss 

Lau Thr Asp Ala AIa Arg Arg Arg He Aon Leu Leu Ala Arg Val 

100 10S xxo 

Glu Gin Gly Leu Cye Asp Val Leu Gly Gly Asp Ala Ser Tyr Gly Kifl 
115 130 12S 

Arg lie Thr Lyn Asn Pro Leu ser Thr Ala His Ala Thr Leu Tip Cly 
"° 135 140 

Pro Ala Asp Ala Leu Tyr Glu Leu Arg Ala Leu Ala HI 3 Thr Leu A»p 
14S 150 x55 160 

GlU He His AIa Leu »r© Clu Ala. Gly Asn Paro Arg Arg Asn val Tnr 
. X70 175 

Arg ser Thr val Gly Arg Asn Val Thr Leu Phe Asp Thr Thr Arg Met 
iso 185 150 

Trp Ala Tyr Arg Ala val Arg His Ser Trp Gly Gly Pro val Ala Glu 
135 200 205 

T*p Glu Hifl Thr Val Phe Glu Hi 3 H e ula Leu Leu Afin Glu Thr lie 
210 21S 220 

lie Ala Asp Glu Phe Ala Thr. Gly Pro Leu Gly Leu Asn Glu Leu Lye 
225 *3° 235 240 

Mis Leu Ser Arg Ser lie Ser Arg Trp V*l Trp Arg Asn Phe Thr Pro 
245 250 255 

Glu Thr Phe Arg Ala Arg Gin Lys Ala lie Ser L*u Arg Gly Ala Ser 
2 *° 255 270 
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Lys Gly Gly Lya Glu Gly Gly His Lys Gly Gly Il<? Ala £«ar Gly Ala 
275 280 385 

Ser Arg Arg Ala His Thr Arg Gin Gin Phe Leu Glu Gly Leu s*r 

390 29S 300 



(2) INFORMATION. FOR SEQ ID NO: 3; 

(1) SEQUENCE CHARACTERISTICS : 

(A) LENGTH; 85 amino acida 
(b) typb; amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 



(jci) SEQUENCE DESCRIPTION; SEQ ID NO: 3 : 

Met Thr Thr Arg Qlu Arg Leu Pro A*s Asn Gly Tyr Ser He Ala Ala 
.1 5 io 15 

Ala Ala Lys Lya Leu Gly VaI Ser Glu Ser Thar Val Ly» Arg Trp Thr 
20 35 30 

Ser GlU Pro Arg Glu Glu Phe Val Ala Arg VaI Ala Ala Arg Hia Ala 
3S 40 45 

Aarg II* Arg Glu Leu Arg Ser Glu Gly Gin Ser Met Arg AIa He Ala 
50 55 60 

Ala Glu Val Gly Val Ser Val Gly Thr Val His Tyr Ala Leu Asn Lys 

70 75 SO 

Asn Argr Thr Asp Ala 
85 

(2) INFORMATION FOR S£Q ID NO* 4: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 59 base pairs 
(%) TYPBs nucleic acid 

(C) STRAJ7DEDNE3S; single 

(D) TOPOI/3GY: linear 

(il) MOLECULE TYPE* UNA (synthetic) 



(5Ci) SEQUENCE DESCRIPTION; SEQ ID NO: 4 1 

AATTCAAGCT TGTCGACGTT AACCTQCAGG CATGCGGATC CGGTACCGAT ATCACATCT 
59 

(2) INFORMATION FOR SEQ ID NO: 5: 
(i) SEQUENCE CHARACTERISTICS; 
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<A) 

(B) 
(C) 



LENGTH; 59 base paira 
type: nucleic acia 
STRANDEDHE3S ; single 
TOPOLOGY; linear 



(ii) 



MOLECULE TYPE; DNA (synthetic) 



(xi) SEQUENCE DESCRIPTION: SEQ ID MO; 5: 

CCGAAGATCT GATATCGGTA CCGOATCCGC ATGCCTGCAG CTTAACGTCG ACAAGCTTG 
59 

(2) INFORMATION TOR SEQ ID NO: 6; 

(i) SEQUENCE CHARACTERISTICS I 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE i DMA (aynthotic) 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO-. 

GTACCGGCCG CTCCGGCCAA GCTT 
24 

(2) INFORMATION FOR SEQ TO NO; 7: 

(1} SEQUENCE CHARACTERISTICS: 
(A) LENGTH : 24 bads pairs 
(B> TYPE 2 nuclAic acid 

(C) STRANDEDNESS i fliugle 

(D) TOPOLOGY linear 

(ii) MOLECULE TYPE: DNA (ayntnetlc) 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 

OA.TCAAGCTT GGCCGCAGCC GCCG 
24 

(2) INFORMATION FOR SEQ ID NO: 6: 

(1) SEQUENCE CHARACTERISTICS : 
{A) LENGTH: 35 naae pairs 
(b) TYPE: nucleic acid 

(C) STRANDEDNESS : Single 

(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: DNA (ayrxtftctic) 
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(Xi) SEQUENCE DESCRIPTION: SEQ XV NO: 8; 

AAACTGGAGC TGCTGGCTTO CGCCCGATGC TAGTC 
35 

(2) INFORMATION FOR SEQ JD NO : g : 

<i) SEQUENCE CHARACTERISTICS : 
(a) LENGTH: 76 base pairs 

(B) TYPE: nucleic acid 

(C) ST&ANDBDNESS : eingle 
<d) topologt: linear 

(ii) MOIiECULE TYPE: DMA (ayntnetlc) 



(jcij SEQUENCE DESCRIPTION: SEQ ID NO: 9; 

AAACTGCAGC AGCTGGGCAG GCCGCTGGAC GCCCTGCCCT CGAGCTCGTC TAGAATGTGC 
60 

TGCCGATCCT GGTTGC 
76 

<2) INFORMATION FOR SEQ ID NO; 10: 

(i) SEQUENCE CHARACTERISTICS: ^ 
. (A> LENOTK: 32 Kaoc pairo 
(B) TVPEz nucleic acid 
CO STRAMDKDNESS t single 
(D) TOP03W5GY: linear 

(ii) WOLECUIiE TYPE: DNA (synthetic) 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 10: 

CTAGTCTAGA CACCOATGAG GAAACCCGAT GA 
32 

(2) INFORMATION TOR SEQ ID NO: 11: 
(iJ SEQUENCE CHARACTERISTICS! 

(a) LENGTH: 36 base pairs 

(B) TYPE: nucleic aeid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE; DNA (synxnetic) 



(xi) SEQUENCE DESCRIPTION; SEQ ID NO: U : 
CCCAAGCTTC TCGAGTCAGT GGTCGCTGGG CGCGCG 
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(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS ; 

(A) length,- 2$ base pairs 

(B) TYPE: nucleic acid 
{C) STRANDEDNES5 ; single 
(Dj TOPOLOGY: lineax 

fii) MOLECULE TYPE : UNA (synthetic) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 

GC^GATCTAGATCGATATCTCGAG 
24 



(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS ; 

(A3 LENGTH: 3 0 base pairo 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (synthetic) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 13: 
OATCCTCGAGATATCGATGTAGATCTCCGC 
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